ABSTRACT Rhodotorula kratochvilovae strain LS11 is a biocontrol agent (BCA) selected for its antagonistic activity against several plant pathogens both in the field and postharvest. Genome assembly includes 62 contigs for a total of 22.56 Mbp and a GϩC content of 66.6%. Genome annotation predicts 7,642 protein-encoding genes.
assigned to 5,234 sequences) databases. The availability of the genome sequence of R. kratochvilovae LS11 coupled with tools for genetic manipulation that we developed (30) represents a crucial step toward the understanding of the molecular mechanisms behind the biocontrol activity of this yeast and its ability to degrade the mycotoxin patulin.
Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number PQDI00000000. The version described in this paper is version PQDI01000000.
